The title compound, C 10 H 8 BrNO 2 , which is an important aminoethylation reagent in the classic Gabriel Synthesis (Sheng et al., 2007), was prepared by nucleophilic substitution of 1,2-dibromoethane with potassium phthalimide in DMF at room temperature (Clouet et al., 1994). The title compound crystallizes in space group P1 with three crystallographically independent molecules in the asymmetric unit, designated A, B and C (Fig. 1 ). In the crystal, the phthalimide rings are almost coplanar [r.m.s. deviations = 0.0681 (A), 0.0125 (B), 0.0113 (C) Å, respectively]. The molecular geometries of all molecules are essentiall similar, except for the BrCH 2 CH 2 groups adopting slightly different zigzag conformations.
The asymmetric unit of the title compound, C 10 H 8 BrNO 2 , contains three crystallographically independent molecules. Two of the N-C-C-Br side chains adopt anti conformations [torsion angles = À179.8 (5) and À179.4 (4) ] and the other is gauche [À66. 5 (6) ]. The crystal structure features short BrÁ Á ÁO [3.162 (5) Å ] contacts, C-HÁ Á ÁO hydrogen bonds and numerousstacking interactions [centroidcentroid separations = 3.517 (4)-3.950 (4) Å ].
Related literature
For general background to and applications of the title compound, see: Sheng et al. (2007) . For the preparation, see: Clouet & Juhl (1994) .
Experimental
Crystal data 
Data collection
Bruker APEXII CCD diffractometer Absorption correction: multi-scan (SADABS; Bruker, 2000) T min = 0.370, T max = 0.437 7716 measured reflections 5043 independent reflections 3241 reflections with I > 2(I) R int = 0.042 Refinement R[F 2 > 2(F 2 )] = 0.061 wR(F 2 ) = 0.177 S = 1.00 5043 reflections 379 parameters H-atom parameters constrained Á max = 0.83 e Å À3 Á min = À0.64 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). Symmetry codes: (i) Àx þ 1; Ày; Àz; (ii) Àx þ 1; Ày þ 1; Àz þ 1; (iii) x À 1; y À 1; z; (iv) x þ 1; y; z.
Data collection: APEX2 (Bruker, 2000); cell refinement: SAINT (Bruker, 2000); data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: SHELXTL (Sheldrick, 2008); software used to prepare material for publication: SHELXTL. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq Br2 0.05219 (9) 0.17632 (7) 0.29910 (5) 
